The European mink (Mustela lutreola L., 1761) is an endangered carnivore species whose populations suffered a severe decline during the last century. The genotyping of eight polymorphic microsatellite loci revealed a relatively low number of alleles per locus (2-8), as well as low levels of polymorphism (Ho and He values per locus were 0.49 and 0.54 respectively). Cross-specific PCR amplifications were successful in seven closely related mustelid species suggesting that these loci may be useful not only for assessing genetic variability in European mink populations but also for determining potential hybridization events between M. lutreola and other mustelid species. Cabria et al. p. 3 The European mink (Mustela lutreola L., 1761) is a highly endangered semiaquatic carnivore species (IUCN Red List of Threatened Species, http://www.iucnredlist.org). Habitat loss, hunting, and competition with farm-released American minks largely contributed to a severe decline of European mink during the last century (Lode et al., 2001; Maran & Henttonen, 1995) . The extant populations of European mink are restricted to southwestern France, northern Spain, Estonia, Belarus, Russia and Romania (Maran & Henttonen, 1995) , and conform three genetically distinct (Western, Southeastern and Northeastern Europe) demes based on mitochondrial control region sequence data, and non-specific microsatellite allele size variation (Michaux et al., 2005) . Recently, conservation and breeding programs were developed in order to maintain genetic diversity in wild populations, and to avoid the effects of inbreeding and reduction in reproductive fitness (Michaux et al., 2005) .
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The present study provides eight novel polymorphic microsatellites isolated from M.
lutreola, which will allow examining population genetic structure of European mink, as well as assessing historical demography and potential genetic bottlenecks (Michaux et al., 2005) .
This genetic information will be decisive for improving conservation of wild populations of European minks, for monitoring breeding programs in captivity, and for studying hybridization events, which are relatively common among these carnivores (Kyle et al., 2003 ).
An enriched genomic DNA library of M. lutreola was constructed following the protocols of Hamilton et al. (1999) and Ostrander et al. (1992) . Genomic DNA was extracted using a standard proteinase K/ phenol-chloroform procedure. Isolated DNA was partially digested with
RsaI
(New England Biolabs), and ligated to the adaptor SNX (5'-CTAAGGCCTTGCTAGCAGAAG-3') (Hamilton et al., 1999) . The digested DNA was incubated at 65ºC for 15 min with a biotin-labeled [di-]oligonucleotide probe. Microsatellitecontaining products were isolated using streptavidin magnetic beads (Dynabeads), and PCR amplified using the SNX adaptor. PCR products were ligated into pGEM-T (Promega), and Genotyping analyses revealed that only eight of the 11 assayed microsatellites were polymorphic (Table 1) . One locus, MLUT11, was monomorphic whereas two showed moderate to high stuttering. The number of alleles of the polymorphic loci varied from 2 to 8.
The average number of alleles per locus was 5.25, which is relatively lower compared to other species of the same genus such as the American mink (M. vison) or the stoat (M. erminea)
with an average of 6.57 and 11.71, respectively (Fleming et al., 1999) . Genetic diversity was estimated based on observed (H o ) and expected (H e ) heterozygosities using Genetix 4.02 (Belkhir et al., 2000 Potential cross-species amplification of the eight microsatellites was tested on different species of the genera Mustela and Martes ( Table 2 ). The locus MLUT08 could not be successfully PCR amplified in the mustelid species. Cross-species amplification revealed that these novel European mink polymorphic microsatellite loci could be used in population genetic studies of other mustelid species, and for determining hybridization between closely related species of mustelids (Kyle et al., 2003) . This work received partial financial support from three LIFE projects ("Conservación del visón europeo (Mustela lutreola) en "Castilla León" LIFE 00/NAT/E7229, La Rioja" LIFE 00/NAT/E7331 and "Álava" LIFE 00/NAT/E7335), and a project from the Diputación Foral de Álava (Departamento de Urbanismo y Medio Ambiente) to BJGM, as well as a project of the MEC (REN2001-1514/GLO) to RZ. correspond to observed and expected heterozygosities, respectively., the F IS (Wright's statistics) and the P value of departure from HardyWeinberg equilibrium (P) are listed for each locus. The forward (F) primers were labelled with fluorescent dye for detection (FAM, HEX, NED, VIC or PET) and a GTTT tail was added to the 5' end of reverse (R) primers in order to improve allele definition (Brownstein et al., 1996) GenBank Accession no 
